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A. DNA Sequence comparison 



Sin 
Clark 



1 

111 



55 
165 



GGA TCG GCT ^AG GGA GAA GCT AAT GGT AAT CAG CCT TTC GCA GCA AAT AAT GCT 

GGT GCT GCT fTAA 1 GGA GAA GCT AAT GGT AAT TAa! CCT TTC GCA GCA AAT AAT GCT 

GCT AGA GGT ATA TGT GTA CCA TGG CAA ATA AAC AG A GTA GGC TCT 'GGT ACC AAT 

GCT AGA GGT ATA TGT GTA CCA TGG CAA ATA AAC AGA GTA GGC TCT GTT ACC AAT 



Sin 109 
Clark 219 



GCA GGT GAC TTA GCT ACT TTA GCC ACA CAA TGC AGT ACT CAG TCT CCT ACT GGC 
GCA GGT GAC TTA GCT ACT TTA GCC ACA TAA 1 TGC AGT ACT TAA ! TCT CCT ACT GGC 



Sin 
Clark 



163 
273 



ACT GCA CTT GAT GAT GGA GTG ACA GAT GTT TTT GAT AGA TCA GCC GCA CAG TCT 
ACT GCA CTT GAT GAT GGA GTG ACA GAT GTT TTT GAT AGA TCA GCC GCA TAa' TCT 



Sin 
Clark 



217 
327 



GTT AAA TGC AAA CCT AAC TTT TAC TAT AAT GGT GGT TCT CCT CAG GGT GAA GCT 
GTT AAA TGC AAA CCT AAC TTT TAC TAT AAT GGT GGT TCT CCT TAA- GGT GAA GCT 



Sin 
Clark 



271 
381 



CCT GGC GTT CAG GTT TTT GCT GCT GGT GCT GCC GCT GCA GGA ATT C 

I r I i 

CCT GGC GTT TAA GTT TTT GCT GCT GGT GCT GCC GCT GCA GGT GTT G 



B. Amino Acid Sequence Comparison 

Sin (universal codon) 1 GSAQGEANGNQPFAANNAARGICVPCQINRVGSGTNAGDLATI^TSCSTS 

Clark (universal codon) 36 GA' a|*| GEANGN *j P F AANNAAR G I CVP CQ I NR VGSyj TNAGDL ATLAT* I C S Tj* j 

Clark (Ciliate codon) 36 G^ AQ GEANGNQ P F AANNAAR G I CVP CQ I NR VG SVjTNAGDL ATLATQ C S TQ 

Sin (universal codon) 51 CPTGTALDDGVTDVFDRSAAQCVKCKPNFYYNGGS PQGEAPGVQ VFAAGAAAAG? 

Clark (Universal codon) 8 6 C PTGT ALDDG VTD VF D R S Aa|*| C VKC K PN F Y YNGGS P*jGEA PG V* jVF AAGA AAAGyj 

Clark (Ciliate codon) 86 C PTGT ALDDG VTD VFDRSAAQCVKC KPN FY YNGG S PQG EA PGVQVFAAGAAAAGVj 



Figure legend 

(A) Comparison of Sin's sequence with Clark's DNA sequences. The codons in 
difference are highlighted in yellow and the different nucleotides are shown in 
red . 

(B) Comparison of deduced amino acid sequences from Sin's and Clark's DNA sequences. 
For Clark's sequence, both universal and ciliate codons are used. The residues 
in difference are highlighted in yellow and shown in red. 



